. Phylogenetic placement of Phaeocystis globosa strains CCMP1528 and CCMP2170. Phylogenetic tree is built from a MUSCLE v3.8.31 alignment of Phaeocystis 18S rRNA gene sequences downloaded from GenBank (March 2018) using MrBayes v3.2.7 with six nucleotide substitution types (nst). Values associated with nodes are posterior probabilities as percent. The scale bar indicates 0.03 changes expected per site. Fig. S2 . Correlations between External RNA Controls Consortium (ERCC) standard sequences' initial concentrations and FPKM in colonial and solitary replicates. Quality-filtered sequencing reads for each culture replicate were mapped to ERCC standard sequences and read counts were determined with RSEM software. FPKM for sequences were log transformed and plotted against their log transformed initial concentrations in the standard mix within the R statistical environment. A linear model was fitted for each culture replicate with the lm function and the resulting regression line and R-squared are displayed on each plot. Plots were prepared with ggplot2.
Fig. S3
. Percent of eukaryote and protist Benchmarking Universal Single Copy Orthologs (BUSCOs) complete, fragmented, or missing in Phaeocystis globosa CCMP1528 and Phaeocystis sp. CCMP2710 transcriptomes. BUSCO software was used to determine the percent of eukaryote and protist BUSCOs represented by complete single copies, complete but duplicated copies, copies that were fragmented or missing in the Phaeocystis globosa CCMP1528 transcriptome assembled for this study and the Phaeocystis sp. CCMP2710 transcriptome assembled for the Marine Microbial Eukaryote Transcriptome Sequencing Project (MMETSP). More eukaryote and protist BUSCOs were represented in the Phaeocystis globosa CCMP1528 transcriptome than the Phaeocystis sp. CCMP2710 transcriptome. Results plotted with R package ggplot2. Results plotted with R package ggplot2. B. Heatmap including the 1,000 significantly differentially expressed genes with the lowest False Discovery Rate (FDR) adjusted p-values. Heatmap color represents differences from the mean regularized log transformed count for each contig in each sample. Gene expression in outlier sample C2 displays similarities to both colonial and solitary replicates. A group of 26 genes are uniquely upregulated in C2 and functional annotations for these were related to abiotic stress, defense (e.g. EF-hand_7, MACPF, Peroxidase), and cell growth (CRAL_TRIO, Actin). Results plotted with R package pheatmap.
Fig. S5.
Relative abundance of bacterial 16S rRNA sequences present in the RNA extracted from colonial and solitary culture replicates. RNA extracts were reverse transcribed and then processed following the Illumina guide for, "16S Metagenomic Sequencing Library Preparation," before 300x300 bp paired-end amplicons were sequenced with an Illumina MiSeq using v3 chemistry. Reads were processed and annotated using the Qiime2 software and the SILVA ribosomal RNA reference database. Relative abundances of bacterial families in the RNA extracted from the colonial (C1-4) and solitary (S1-4) cultures were plotted with the Bioconductor package phyloseq. The Bray-Curtis distance between community compositions in samples was computed with phyloseq and distances between the two sample types were statistically significant when tested by PERMANOVA using the adonis function in the R package vegan (p = 0.03, R 2 = 0.74, 999 permutations). Table S1 . Sequencing statistics for each sample before and after quality filtering. 
